A therosclerosis is the underlying cause of cardiovascular disease (CVD), which is the leading cause of mortality worldwide.
reported direct evidence that NFIA was involved in atherosclerosis until now.
Non-protein-coding RNAs (ncRNAs) have gained the attention of researchers in many fields and, consequently, the number of published articles continues to grow exponentially. 14 Conventionally, ncRNAs are divided into 2 main categories: short ncRNAs (<200 bp) and long ncRNAs (lncRNAs; >200 bp). 15 The discovery of numerous human lncRNA transcripts has dramatically altered our understanding of cell biology, especially in the field of oncology. 16, 17 However, there has been limited research focused on the effects of lncRNA on CVD until now. 18 A large prospective study by Zhang et al 19 found that transcript expression of a specific lncRNA antisense noncoding RNA in the INK4 locus was correlated with the incidence of stroke risk and recurrence. The natriuretic peptide precursor A (NPPA) gene product is usually expressed in only fetal atrial and ventricular myocardium but was also found to be reactivated in the ventricular myocardium of patients exhibiting hypertrophy and heart failure and is, therefore, considered a biomarker of heart disease. 20 NPPA-antisense lncRNA has been shown to modulate alternative splicing of the NPPA gene and thus has potential involvement in CVD. 21 In addition, lncRNAs, including Braveheart (AK143260), cardiac troponin I-antisense, β-myosin heavy chain-antisense, atrial myosin alkali light chain 1-antisense, the 3′ untranslated region of myotonin-protein kinase, and myocardial infarction-associated transcript, are critical to cardiac development and disease. 22 Therefore, the effects and mechanisms of lncRNA in CVD, especially atherosclerosis, has become an important area of research.
In the present study, microarray analysis revealed that lncRNA RP5-833A20.1 expression was upregulated, whereas NFIA expression was downregulated in human acute monocytic leukemia (THP-1) macrophage-derived foam cells.
Furthermore, RP5-833A20.1 reduced cholesterol efflux from THP-1 macrophage-derived foam cells, which was associated with increased miR-382-5p expression and inhibited NFIA expression. In addition, we showed that atherosclerosis development was influenced by NFIA via expression regulation of genes and proteins involved in the maintenance of cholesterol homeostasis and inflammatory reactions.
Materials and Methods
Materials and Methods are available in the online-only Supplement.
Results
Oxidized Low-Density Lipoprotein/Acetylated Low-Density Lipoprotein Upregulated LncRNA RP5-833A20. 1 
Expression and Downregulated NFIA Expression
Plaque formation is dependent on infiltration of circulating monocytes to the subendothelial space, where they differentiate into macrophages and subsequently internalize modified lipoproteins and further differentiate into foam cells. 7 To investigate possible changes in RNA expression during macrophage formation, we performed microarray analysis of THP-1 macrophages and THP-1 macrophage-derived foam cells using the Arraystar probe data set, which included 24 748 lncRNAs and 24 420 coding transcripts ( Figure 1A ). lncRNA and mRNA expression profiles from THP-1 macrophages (3 samples) and THP-1 macrophage-derived foam cells (3 samples) were produced using the Arraystar Human LncRNA Array v2.0 platform (www.arraystar.com). There were 100 differentially expressed lncRNAs and 63 mRNAs (fold change >3; P value <0.01). The 63 differentially expressed mRNA transcripts correlated with all 24 748 lncRNAs and a peak value <−0.5 was obtained ( Figure 1C ), indicating that most lncRNAs could inhibit mRNA expression. Further selection of lncRNAs and mRNAs used in the analysis was performed by looking up the genomic locations of these molecules. We added more lncRNAs near to the selected 63 coding genes (distance, <300 kb) and more mRNAs near to the selected 100 lncRNA (distance, <300 kb). Analysis of enriched biological data revealed 157 relevant lncRNAs and 98 mRNAs (Figure IB and Tables  I and II in the online-only Data Supplement). We selected 157 lncRNAs and 98 mRNAs that showed strong correlations to one another (+1, positive correlation; −1, negative correlation), indicating the presence of enriched signaling between the biological genes and lncRNAs ( Figure 1D ). Hierarchical clustering based on a selected set of 98 mRNAs and 157 lncRNAs revealed that most of the set were upregulated in the treatment group, suggesting a concerted mRNA and lncRNA upregulation in the treatment group ( Figure 1E ). Moreover, we performed Pearson correlation and selected additional 40 mRNA transcripts near to the differentially expressed 157 lncRNAs (Pearson correlation, >0.9 or <−0.9; distance, <100 kb). Gene networks were constructed using GeneGo Metacore data mining software and Ingenuity Pathway Analysis software with the 98 selected genes as indicated above and the additional 40 genes, suggesting that several important pathways were significantly regulated. Network analysis was first performed to identify genes that played pivotal roles in foam cell formation ( Figure 1F ). High-scoring gene networks (P<0.05; score >3) are further illustrated by Figure IA to IE in the online-only Data Supplement and were associated with signaling in atherosclerosis, colorectal cancer metastasis, G-protein-coupled receptors, oncogenic factors, and osteoclast and chondrocyte function in rheumatoid arthritis. Next, we investigated the localization of the aforementioned 157 lncRNAs and 98 mRNAs through the University of California Santa Cruz Genome Browser (http://genome.ucsc.edu) and found that lncRNA RP5-833A20.1 was located in intron 2 of the NFIA gene and had an opposite transcription direction to that of NFIA ( Figure 1G ). Recent studies indicate that lncRNA function can be inferred from its location and will probably affect expression of nearby protein-coding genes. [23] [24] [25] [26] In addition, the lncRNA product may modulate neighboring gene expression in cis, 26, 27 affect distantly located genes in trans. 28, 29 Several previous studies indicate that opposite transcription of lncRNA might inhibit the expression of neighboring protein-coding genes in cis or in trans. [28] [29] [30] Moreover, microarray analysis revealed that lncRNA RP5-833A20.1 expression was upregulated, whereas NFIA expression was downregulated in THP-1 macrophage-derived foam cells (Tables I and II in the  online-only Data Supplement) . Thus, we hypothesized that RP5-833A20.1 might negatively regulate NFIA expression in cis. Next, we verified the effects of oxidized low-density lipoprotein (Ox-LDL) and acetylated low-density lipoprotein (Ac-LDL) on expression levels of RP5-833A20.1 and NFIA in THP-1 macrophages by quantitative reverse transcription polymerase chain reaction and Western blot analysis. As shown in Figure 1H and 1I, RP5-833A20.1 expression levels were obviously induced by Ox-LDL and Ac-LDL in a dose-and timedependent manner. On the contrary, mRNA and protein levels of NFIA were significantly inhibited by Ox-LDL and Ac-LDL treatment in a dose-and time-dependent manner.
RP5-833A20.1 Suppressed NFIA Expression by Promoting miR-382-5p Expression
As indicated above, quantitative reverse transcription polymerase chain reaction and Western blot analysis showed that RP5-833A20.1 expression was upregulated, whereas NFIA expression was downregulated by Ox-LDL and Ac-LDL. Bioinformatic analysis (http://genome.ucsc.edu) revealed that lncRNA RP5-833A20.1 was located in intron 2 of the NFIA gene and had an opposite transcription direction to that of NFIA ( Figure 1G ). In addition, previous studies indicated that some antisense lncRNAs with opposite transcription directions might inhibit expression of the host gene. 31, 32 Therefore, we propose the hypothesis that RP5-833A20.1 may negatively regulate NFIA expression and then explored the effects of RP5-833A20.1 on NFIA expression and related mechanisms. As shown in Figure 2A to 2C, both mRNA and protein levels were markedly inhibited by lentivirus-mediated overexpression of lncRNA RP5-833A20.1, whereas enhanced by lentivirus-mediated knockdown of lncRNA RP5-833A20.1. Subsequently, localization of RP5-833A20.1 and NFIA in THP-1 macrophages was detected by immunofluorescence confocal microscopy ( Figure 2D ). The results showed that RP5-833A20.1 and NFIA had similar distribution patterns inside and around the nuclear region. In addition, when the THP-1 macrophages were incubated with empty lentivirus vectors, no intracellular change in NFIA signaling was revealed. When the cells were incubated with lentivirus-mediated knockdown of lncRNA RP5-833A20.1, the NFIA signals were increased with enhancement of fluorescent density for lentivirus-siRNA-RP5-833A20.1. When cells were incubated with lentiviruses to overexpress lncRNA RP5-833A20.1, the NFIA signals were decreased with enhancement of fluorescent density for lentivirus-RP5-833A20.1. These findings further demonstrated that NFIA expression could be inhibited by lncRNA RP5-833A20.1.
Recent studies have suggested that lncRNAs could interact with other classes of noncoding RNAs, including microRNAs, and modulate their regulatory roles through interactions. [33] [34] [35] Thus, we then investigate whether RP5-833A20.1 decreased NFIA expression through a microRNA signaling pathway. The target prediction algorithms miRBase, PicTar, TargetScan, and RNAhybrid predicted that hsa-miR-138-2-3p, hsa-miR-191-3p, hsa-miR-29b-1-5p, hsa-miR-29b-2-5p, hsa-miR-29b-3p, hsa-miR-29c-5p, hsa-miR-29c-3p, hsamiR-367-5p, hsa-miR-367-3p, hsa-miR-382-5p, hsa-miR-382-3p, hsa-miR-424-5p, hsa-miR-424-3p, hsa-miR-539-5p, and hsa-miR-539-3p were putative regulators of NFIA. To explore whether NFIA downregulation was associated with microRNA expression, we next investigated the effects of mimics of the 15 putative microRNAs on NFIA expression in THP-1 macrophages. As shown in Figure 2E , NFIA mRNA levels were significantly downregulated by mimics of hsamiR-29b-2-5p, hsa-miR-29b-3p, hsa-miR-29c-3p, hsa-miR-367-3p, hsa-miR-382-5p, hsa-miR-382-3p, hsa-miR-424-5p, Figure 1 . Continued Microarray expression profiling of mRNAs and long non-protein-coding RNAs (lncRNAs) was performed using human acute monocytic leukemia (THP-1) macrophages and THP-1 macrophage-derived foam cells. A, A flow chart of the strategy for systematic discovery of candidate lncRNAs and their target genes. B, A strategy to enrich biologically relevant lncRNA and mRNA. Different expression levels of mRNA and lncRNA indicating a fold change >3 and a P value <0.01. C, Pearson correlation was performed between lncRNA and mRNA expression values, and the correlation of 63 differentially expressed mRNA with all 24 748 lncRNAs was shown. D, Pearson correlation was performed between lncRNA and mRNA expression values, and the correlations between 157 selected lncRNAs and 98 selected mRNAs was shown. E, Hierarchical clustering based on the 157 selected lncRNAs and 98 selected mRNAs. F, Zoom in version of the built network. Genes marked with a red dot indicate upregulation, whereas those marked with a blue dot indicate downregulation. No dot suggests nonsignificant regulation. G, LncRNA RP5-833A20.1 is located in intron 2 of the nuclear factor IA (NFIA) gene and has an opposite transcription direction to NFIA. H, Effects of acetylated low-density lipoprotein (Ac-LDL)/oxidized low-density lipoprotein (Ox-LDL) on expression of RP5-833A20.1 and NFIA in THP-1 macrophages. a and c, THP-1 macrophages were treated with Ac-LDL/Ox-LDL at 0, 25, 50, and 100 μg/mL for 48 hours, respectively. b and d, THP-1 macrophages were treated with 50 μg/mL of Ac-LDL/Ox-LDL for 0, 12, 24, and 48 hours, respectively. The expression levels of RP5-833A20.1 and NFIA were measured by quantitative reverse transcription polymerase chain reaction (PCR). I, THP-1 macrophages were treated with Ac-LDL/Ox-LDL at 0, 25, 50, and 100 μg/mL for 48 hours or treated with 50 μg/mL of Ac-LDL/Ox-LDL for 0, 12, 24, and 48 hours, respectively. NFIA expression levels were measured by Western blot analysis. All results are expressed as mean±SD of 3 independent experiments, each performed in triplicate. *P<0.05 vs control. PMA indicates phorbol-12-myristate-13-acetate; and UCSC, University of California Santa Cruz.
by guest on May 8, 2017 http://atvb.ahajournals.org/ Downloaded from hsa-miR-424-3p, hsa-miR-539-5p, and hsa-miR-539-3p. In addition, NFIA protein expression was markedly downregulated by hsa-miR-382-5p mimics, whereas upregulated by an hsa-miR-382-5p inhibitor ( Figure 2F ). Next, we explored whether NFIA could be directly regulated by hsa-miR-382-5p using a luciferase assay. After cotransfection with hsa-miR-382-5p and pMIR-apoM-wild-type vectors, luciferase activity was significantly decreased. This effect was significantly abolished by substituting this vector with its mutant version ( Figure 2G ).
We subsequently investigated whether hsa-miR-382-5p was involved in regulation of NFIA expression by RP5-833A20.1. As shown in Figure 2H , hsa-miR-382-5p levels were significantly induced by lentivirus-mediated overexpression of lncRNA RP5-833A20.1, whereas inhibited by lentivirus-mediated knockdown of lncRNA RP5-833A20.1. To investigate how lncRNA RP5-833A20.1 is able to regulate the expression of miR-382-5p, the levels of pri-miR-382-5p and pre-miR-382-5p and mature hsa-miR-382-5p were measured by real-time quantitative polymerase chain reaction analysis. Interestingly, increase in mature hsa-miR-382-5p levels was accompanied by upregulation of pre-miR-382-5p, but not pri-miR-382-5p, suggesting the involvement of posttranscriptional mechanisms ( Figure 2I ). Furthermore, we found that hsa-miR-382-5p levels were obviously induced by Ox-LDL and Ac-LDL in a dose-and time-dependent manner ( Figure 2J ). In addition, suppression of NFIA protein expression induced by lentivirus-mediated overexpression of lncRNA RP5-833A20.1 was almost totally compensated by hsa-miR-382-5p inhibition ( Figure 2K ). Moreover, treatment with hsa-miR-382-5p mimics led to a more significant reduction in NFIA protein expression than lentivirus-mediated lncRNA RP5-833A20.1 overexpression ( Figure 2K ). Furthermore, NFIA protein expression in cells treated by the combination of lentivirus-siRNA-RP5-833A20.1 and miR-382-5p inhibitor was significantly increased as compared with these treated by lentivirus-siRNA-RP5-833A20.1 alone ( Figure 2K ). These results revealed that RP5-833A20.1 decreased NFIA expression through the hsa-miR-382-5p pathway.
Interestingly, pathway analysis of the 98 selected genes indicated above using Ingenuity Pathway Analysis (www. ingenuity.com) revealed that the NFIA gene may have a function of self-regulation ( Figure ID in the online-only Data Supplement). Therefore, we hypothesized that NFIA could self-regulate its expression through a RP5-833A20.1-mediated pathway. As shown in Figure 2L , lentivirus-mediated NFIA overexpression significantly increased lncRNA RP5-833A20.1 expression levels in THP-1 macrophages. On the contrary, lncRNA RP5-833A20.1 expression levels were markedly suppressed by lentivirus-mediated NFIA knockdown in THP-1 macrophages ( Figure 2M ). Because NFIA could modulate DNA replication and transcription through binding to duplex DNA containing the 5′-TTGGCN 5 GCCAA-3′ consensus sequence with high affinity as a transcription factor, 11 we analyzed the upstream region of RP5-833A20.1 and identified a putative NFIA response element at ≈1800 upstream of RP5-833A20.1 ( Figure 2N ). Luciferase assays indicated that NFIA induced the promoter activity of RP5-833A20.1 by a 2.3-fold ( Figure 2N ). Moreover, we found that this effect was significantly abolished by substituting this vector with its mutant version ( Figure 2N ). In addition, we performed NFIA chromatin immunoprecipitation in THP-1 macrophages. On Ox-LDL or Ac-LDL signaling, NFIA showed a significant increase in binding to the promoters of RP5-833A20.1 ( Figure 2N ). These results indicate that RP5-833A20.1 is a directly transcriptional target of NFIA. In addition to THP-1 . H, THP-1 macrophages were treated with LV-Mock, LV-siRNA-RP5-833A20.1, or LV-RP5-833A20.1, and then hsa-miR-382-5p levels were measured by qRT-PCR. I, THP-1 macrophages were treated with LV-Mock and LV-RP5-833A20.1, and then levels of pri-miR-382-5p and pre-miR-382-5p and mature hsa-miR-382-5p were measured by qRT-PCR. J, THP-1 macrophages were treated with acetylated low-density lipoprotein (Ac-LDL)/oxidized low-density lipoprotein (Ox-LDL) at 0, 25, 50, and 100 μg/mL for 48 hours or treated with 50 μg/mL of Ac-LDL/Ox-LDL for 0, 12, 24, and 48 hours, and then hsa-miR-382-5p levels were measured by qRT-PCR. K, THP-1 macrophages were treated as indicated and then NFIA protein levels were measured by Western blot analysis. Data are presented as mean±SD of 3 independent experiments. *P<0.05 vs control group; #P<0.05 vs hsa-miR-382-5p mimic/inhibitor group; &P<0.05 vs LV-RP5-833A20.1/LV-siRNA -RP5-833A20.1 group. L and M, THP-1 macrophages were treated with LV-Mock, LV-NFIA, negative control, or si-NFIA as indicated and then RP5-833A20. 
RP5-833A20.1/hsa-miR-382-5p/NFIA Regulates Cholesterol Homeostasis and Inflammatory Cytokines
First, we investigated the role of RP5-833A20.1/hsa-miR-382-5p/NFIA on lipid loading in THP-1 macrophages via flow cytometry. As shown in Figure 3A , indocarbocyanine dye (DiI)-labeled Ox-LDL uptake was increased by lentivirus-mediated overexpression of RP5-833A20.1 and hsamiR-382-5p mimics, whereas reduced by lentivirus-mediated NFIA overexpression. Next, we examined the effect of RP5-833A20.1/hsa-miR-382-5p/NFIA on cholesterol content and efflux in THP-1 macrophage-derived foam cells. As shown, cellular cholesterol content ( Figure 3B ) was increased, whereas cholesterol efflux ( Figure 3C ) was decreased in cells treated with lentivirus-mediated overexpression of RP5-833A20.1 and hsa-miR-382-5p mimics. On the contrary, cellular cholesterol content ( Figure 3B ) was decreased, whereas cholesterol efflux ( Figure 3C ) was increased by lentivirusmediated NFIA overexpression. In addition, we investigated the effect of RP5-833A20.1/hsa-miR-382-5p/NFIA on lipid accumulation in THP-1 macrophage-derived foam cells by Oil Red O staining. As shown in Figure II in the online-only Data Supplement, lipid accumulation was increased by lentivirus-mediated overexpression of RP5-833A20.1 and hsamiR-382-5p mimics, whereas reduced by lentivirus-mediated NFIA overexpression in THP-1 macrophage-derived foam cells. Furthermore, we found that levels of lipopolysaccharide-stimulated proinflammatory cytokines, including tumor necrosis factor-α, interleukin (IL)-1β, and IL-6, were upregulated by lentivirus-mediated overexpression of RP5-833A20.1 and hsa-miR-382-5p mimics, whereas downregulated by lentivirus-mediated NFIA overexpression in THP-1 macrophages ( Figure 3D ).
Subsequently, we explored the mechanisms underlying the altered cellular lipid profile and inflammatory cytokines by RP5-833A20.1/hsa-miR-382-5p/NFIA in THP-1 macrophages. For this purpose, we assessed protein expression of ATP-binding cassette (ABC), subfamily A, member 1 (ABCA1); ABC subfamily G, member 1 (ABCG1); scavenger receptor class B, member 1; Niemann-Pick disease, type C1 (NPC1); steroid receptor RNA activator 1 (SRA1); cluster of differentiation 36 (CD36); liver X receptor-α; peroxisome proliferator-activated receptor-γ; and nuclear factor κ-light chain enhancer of activated B cells (NF-κB) in THP-1 macrophages. As shown in Figure 3E and 3F, protein levels of ABCA1 and ABCG1 were downregulated by lentivirusmediated overexpression of RP5-833A20.1 and hsa-miR-382-5p mimics, whereas upregulated by lentivirus-mediated NFIA overexpression. Treatment with siRNA targeting NFIA downregulated ABCA1 and ABCG1 expression induced by overexpression of RP5-833A20.1 or hsa-miR-382-5p mimics even more obviously. In addition, SRA1, CD36, and NF-κB were upregulated by lentivirus-mediated overexpression of RP5-833A20.1 and hsa-miR-382-5p mimics, whereas downregulated by lentivirus-mediated NFIA overexpression. The upregulation of SRA1, CD36, and NF-κB expression induced by overexpression of RP5-833A20.1 or hsa-miR-382-5p mimics was completely abolished by siRNA-mediated silencing of NFIA. These results suggest that downregulation of ABCA1 and ABCG1 expression and upregulation of SRA1, CD36, and NF-κB expression induced by RP5-833A20.1 or hsamiR-382-5p are mediated by NFIA in THP-1 macrophages.
NFIA Treatment Increases Reverse Cholesterol Transport and Decreases Circulating Cytokine Levels In Vivo
To investigate the effects of NFIA on reverse cholesterol transport (RCT) and atherosclerosis progression in vivo, tissue-specific NFIA mRNA expression in various tissues of C57BL/6 mice was analyzed. As shown in Figure 4A , NFIA was widely expressed in mouse tissues and highest in the heart, liver, lung, kidney, brain, and aorta and to a lesser extent in the colon, stomach, and small intestine. In addition, NFIA RNA expression was increased in the liver, spleen, brain, and aorta when mice were fed a high-fat diet (HFD). Furthermore, sections of liver and aorta stained immunohistochemically with antibody against NFIA revealed that NFIA protein expression was significantly upregulated in apolipoprotein E-deficient (apoE −/− ) mice when fed with a HFD. The expression of NFIA and CD68-positive cells (predominately macrophages A to E, Human acute monocytic leukemia macrophages were treated with lentivirus (LV)-Mock (control) and LV-RP5-833A20.1, negative control, miR-382-5p mimic, LV-Mock (control), and LV-NFIA as indicated, respectively. A, Cells were incubated with 5 μg/mL of DiI-labeled oxidized low-density lipoprotein (Ox-LDL) for 24 hours and uptake of DiI-labeled Ox-LDL was analyzed by flow cytometry. B, High-performance liquid chromatography was performed to determine the cellular total cholesterol (TC), free cholesterol (FC), and cholesterol ester (CE) content. C, Cellular cholesterol efflux was analyzed using liquid scintillation counting assays. D, Cells were incubated with 10 ng/mL of LPS for 24 hours and the secreted inflammatory cytokines were quantified using an ELISA. E, The protein levels were measured by Western blot analysis. The results are expressed as mean±SD from 3 independent experiments, each performed in triplicate. *P<0.05 vs control group. F, THP-1 macrophages were treated with LV-Mock/ negative control (control), LV-RP5-833A20.1/miR-382-5p mimic, NFIA small interfering RNA (siRNA), and LV-RP5-833A20.1+NFIA siRNA/ miR-382-5p mimic+NFIA siRNA as indicated. The protein levels were measured by Western blot analysis. The results are expressed as mean±SD from 3 independent experiments, each performed in triplicate. *P<0.05 vs control group. #P<0.05 vs LV-RP5-833A20.1/miR-382-5p mimic group. ABCA1 indicates ATP-binding cassette, subfamily A, member 1; ABCG1, ATP-binding cassette subfamily G, member 1; apoA1, apolipoprotein A1; CD36, cluster of differentiation 36; HDL, high-density lipoprotein; IL, interleukin; LXRα, liver X receptor-α; NF-κB, nuclear factor κ-light chain enhancer of activated B cells; NPC1, Niemann-Pick disease, type C1; PPARγ, peroxisome proliferatoractivated receptor-γ; SRA1, steroid receptor RNA activator 1; SRB1, scavenger receptor B1; and TNFα, tumor necrosis factor-α. and macrophage-foam cells) in the aorta was next examined using double immunohistochemical staining ( Figure III in the online-only Data Supplement). We found that HFD treatment resulted in a significant increase in NFIA expression in the plaque area although the number of CD68-positive cells in the observed plaques of the HFD-treated group was greater than that in the control group. In addition, we found that HFD treatment resulted in a significant increase of NFIA expression in CD68-negative cells, whereas a significant decrease of that in CD68-positive cells in the observed plaques. This result may explain, at least in part, why Ox-LDL and Ac-LDL downregulate NFIA expression in macrophages but its expression is upregulated in the aorta after HFD feeding.
Next, we investigated the effects of NFIA on liver morphology and lipid content in apoE −/− mice by hematoxylin and eosin staining and Oil Red O staining, respectively ( Figure 4B ). The protein expression of NFIA in mouse liver was investigated by immunohistochemistry analyses. As shown in Figure IV in the online-only Data Supplement, the NFIA-treated (lentivirus-NFIA) groups had significantly higher expression of NFIA than their control groups (lentivirus-Mock). Representative images of randomly selected hematoxylin and eosin-stained liver sections in the control and the lentivirus-NFIA groups are shown in Figure 4B . Based on the number of vacuoles and nuclear size, lentivirus-NFIA-treated mice had significantly reduced levels of hepatic steatosis compared with lentivirus-Mock-treated mice (P<0.05). Furthermore, we found that lentivirus-NFIA-treated mice had significantly reduced hepatic lipid content compared with lentivirus-Mock-treated mice (P<0.05). We also examined the terminal plasma lipid levels in the experimental mice. As shown in Table 1 , lentivirus-NFIA-treated mice had a 33.6% increase in plasma high-density lipoprotein cholesterol (HDL-C) levels, a 36.1% decrease in plasma low-density lipoprotein cholesterol (LDL-C) levels, and a 46.7% decrease in plasma very-low-density lipoprotein cholesterol (VLDL-C) levels compared with lentivirus-Mock-treated mice. In these experiments, there was no apparent hepatotoxicity (as measured by plasma aspartate aminotransferase/alanine aminotransferase, data not shown).
To investigate whether higher HDL levels in response to lentivirus-NFIA treatment could upregulate cholesterol transport from peripheral cells to the liver for further excretion into bile and feces, we performed an in vivo RCT assay to trace 3H-cholesterol from cholesterol-loaded macrophages ex vivo ( Figure 4C ). Lentivirus-NFIA-treated mice subcutaneously injected with cholesterol-loaded/3H cholesterol-labeled bone marrow-derived macrophages showed a 25.5% increase in plasma 3H-cholesterol content for 48 hours compared with that of lentivirus-Mock-treated mice. Furthermore, lentivirus-NFIA-treated mice showed a 29.3% increase in the delivery of a 3H tracer to the liver and a 47.9% increase in 3H sterols excreted into the feces. These results suggested that enhanced NFIA expression could not only increase circulating HDL-C levels and decrease circulating LDL-C and VLDL-C levels but also enhance the RCT pathway in vivo.
To determine whether NFIA-mediated changes in cellular proinflammatory gene expression influenced the corresponding changes in plasma inflammatory cytokine content, we conducted a series of ELISA (Table 2) . Consistent with the inflammatory gene expression data in THP-1 macrophages, lentivirus-NFIA treatment resulted in downregulation of IL-1β, IL-6, tumor necrosis factor-α, and C-reactive protein plasma concentrations in apoE −/− mice by 32.7%, 55.1%, 43.2%, and 29.6%, respectively.
Subsequently, protein expression of a series of genes involved in liver lipid metabolism and intestinal lipid absorption in apoE −/− mice tissues was investigated by Western blot analyses. As shown in Figure 4D , the lentivirus-NFIA-treated liver tissues had significantly higher expression levels of ABCA1, ABCG1, ABCG5, apoA1, . E, Protein expression levels in small intestine tissues of apoE −/− mice (n=5 mice/group) and in Caco-2 cells (n=3) were analyzed by Western blot analyses. All data are presented as the mean±SD, n=10. All experiments were performed in triplicate unless otherwise noted. *P<0.05 vs control group. ABCA1 indicates ATP-binding cassette, subfamily A, member 1; ABCG, ATP-binding cassette subfamily G; apoA1, apolipoprotein A1; H&E, hematoxylin and eosin; HFD, high-fat diet; HMGCR, 3-hydroxy-3-methylglutaryl-coA reductase; HMGS, 3-hydroxy-3-methylglutaryl-coA synthase; LDLR, low density lipoprotein receptor; LV, lentivirus; LXRα, liver X receptor-α; NF-κB, nuclear factor κ-light chain enhancer of activated B cells; NPC1L1, Niemann-Pick disease, type C1, like 1; PPARγ, peroxisome proliferator-activated receptor-γ; and SRB1, scavenger receptor B1.
by guest on May 8, 2017 http://atvb.ahajournals.org/ Downloaded from and low-density lipoprotein receptor and lower expression of NF-κB than the lentivirus-Mock-treated liver tissues, whereas the lentivirus-NFIA-treated group showed no changes in expression levels of NPC1; scavenger receptor class B, member 1; hydroxymethylglutaryl-coA synthase; hydroxymethylglutaryl-coA synthase receptor; liver X receptor-α; or peroxisome proliferator-activated receptor-γ as compared with lentivirus-Mock-treated liver tissues. Subsequently, protein expression levels in the small intestine tissues of apoE −/− mice were analyzed by Western blot analyses ( Figure 4E ). The lentivirus-NFIA-treated group showed markedly enhanced protein levels of ABCA1 and ABCG5 and reduced Niemann-Pick C1-like 1 (NPC1L1) protein levels compared with the lentivirus-Mock-treated group. Moreover, lentivirus-NFIA-treated Caco-2 cells had markedly increased protein levels of ABCA1 and ABCG5, whereas decreased NPC1L1 protein levels compared with lentivirus-Mock-treated cells. 
NFIA Treatment Suppresses Atherosclerosis Plaque Formation
To further understand the effects of NFIA on atherogenesis in apoE −/− mice, atherosclerotic lesions were evaluated by aortic valve section and en face analyses ( Figure 5A ). Mice receiving lentivirus-mediated NFIA overexpression showed a decrease in average lesion area compared with controls by both en face and aortic valve section analyses. Quantification of Oil Red O-stained aortic valve sections revealed that lentivirus-NFIA treatment resulted in a significant decrease in total lesion area (53.3%) and in Oil Red O-positive lesion area (44.4%) in apoE −/− mice when compared with controls. To further investigate the positive effects of NFIA on atherosclerosis, Oil Red O-stained lesions in en face preparations of aortas were quantified. The results showed the lentivirus-NFIA treatment of apoE −/− mice led to a significant increase (42.1%) in lesion area compared with controls.
Subsequently, the composition of the observed plaques was determined by immunohistochemical staining techniques. As shown in Figure 5B , the number of CD68 + cells (predominately macrophages and macrophage-foam cells) in the observed plaques of the lentivirus-NFIA-treated group was less than that in the control group. Lentivirus-NFIA treatment resulted in a significant decrease (34.3%) in integral optical density of CD68 + cells in the plaque area. In addition, no difference in lesional apoptosis, as measured by terminal deoxynucleotidyl transferase 2′-deoxyuridine 5′-triphosphate nick end labelingpositive cells in plaques, was noted between the control and treatment groups (data not shown). Furthermore, ABCA1 expression was also determined by immunohistochemical staining techniques. As shown in Figure 5B , lentivirus-NFIA treatment resulted in a significant increase (92.1%) in integral optical density of ABCA1 expression in the plaque area.
To explore the mechanisms whereby NFIA treatment inhibited plaque progression and stabilization, protein expression changes of the inflammatory factors, adhesion molecules, chemotactic factors, and molecules involved in cellular cholesterol efflux were investigated in the aorta of apoE −/− mice ( Figure 5C ). In lentivirus-NFIA-treated apoE −/− mice, protein expression of ABCA1 and ABCG1 was markedly increased, but protein expression of monocyte chemotactic protein-1 and NF-κB was suppressed at 12 weeks. In addition, lentivirus-NFIA treatment did not alter protein expression of intercellular adhesion molecule-1, vascular cell adhesion molecule-1, liver X receptor-α, and peroxisome proliferator-activated receptor-γ in apoE −/− mice.
Discussion
Atherosclerosis and its clinical manifestations are the leading causes of morbidity and mortality in Western countries. 1 Formation of macrophage-foam cells in the intima is a major hallmark of early stage atherosclerotic lesions. Uncontrolled Ox-LDL uptake, excessive cholesterol esterification, and impaired cholesterol release can provoke accumulation of cholesterol ester stored as cytoplasmic lipid droplets and accordingly trigger foam cell formation. 9, 36 Analysis of lncRNAs in CVD is still in its infancy and the full impact of this field on cardiovascular biology is yet to be realized. 22 In the present study, we demonstrated that lncRNA RP5-833A20.1 may first downregulate NFIA expression by induction of hsa-miR-382-5p expression and then promote formation of THP-1 macrophage-derived foam cells. In addition, we showed that NFIA promoted RCT and decreased circulating cytokine levels and, thereby, significantly suppressed atherosclerotic plaque formation in apoE −/− mice fed a HFD/high-cholesterol diet.
LncRNAs are a recently discovered class of non-proteincoding RNAs, which have increasingly been shown to be involved in the regulation of a wide variety of biological processes. RNA-seq studies have provided a genome-wide view of where lncRNAs are transcribed relative to coding regions. The lncRNAs can be distinguished as several classes including antisense transcripts of protein-coding genes, bidirectional promoter transcripts, transcripts associated with enhancers or repetitive regions, and other transcripts originating in intergenic regions. 37, 38 Bioinformatic analysis revealed that the lncRNA RP5-833A20.1 was located in intron 2 of the NFIA gene and has an opposite transcription direction to NFIA. These findings indicated that RP5-833A20.1 may inhibit NFIA expression. Our results showed that NFIA expression was significantly inhibited at the transcriptional and post-transcriptional levels. MicroRNAs are one of the most recently discovered and well-characterized classes of ncRNAs and are small regulatory RNA molecules processed from larger precursors through a highly coordinated pathway. 39, 40 Presently, microRNAs are known to mediate post-transcriptional control of gene expression by binding to the 3′-untranslated regions of protein-coding genes. 41, 42 Recent observations have suggested that lncRNAs may interact with other classes of noncoding RNAs, including microRNAs, and modulate their regulatory roles through interactions 34 to 36. The target prediction algorithms miRBase, PicTar, TargetScan, and RNAhybrid predicted that hsa-miR-382-5p was a putative NFIA regulator. In addition, NFIA expression was markedly downregulated by hsa-miR-382-5p mimics, whereas upregulated by hsa-miR-382-5p inhibitors. A luciferase assay further demonstrated that hsa-miR-382-5p directly targeted NFIA. However, hsamiR-382-5p expression was significantly upregulated by RP5-833A20.1 and suppression of NFIA expression by lncRNA RP5-833A20.1 was almost compensated by hsa-miR-382-5p inhibition. These results suggested that RP5-833A20.1 decreased NFIA expression through the hsa-miR-382-5p pathway. Moreover, we found that protein levels of ABCA1 and ABCG1 were downregulated by overexpression of RP5-833A20.1 and hsa-miR-382-5p mimics, whereas upregulated by overexpression of NFIA. Treatment with siRNA targeting of NFIA made the downregulation of ABCA1 and ABCG1 expression induced by overexpression of RP5-833A20.1 or hsa-miR-382-5p mimics even more obvious. In addition, SRA1, CD36, and NF-κB were upregulated by overexpression of RP5-833A20.1 and hsa-miR-382-5p mimics, whereas downregulated by NFIA overexpression. The upregulation of SRA1, CD36, and NF-κB expression induced by overexpression of RP5-833A20.1 or hsa-miR-382-5p mimics was completely abolished by siRNA-mediated silencing of NFIA. These results suggest that the downregulation of ABCA1 and ABCG1 expression and upregulation of SRA1, CD36, and NF-κB expression induced by RP5-833A20.1 or hsamiR-382-5p are mediated by NFIA in THP-1 macrophages. Furthermore, we found that protein expression of ABCA1 and ABCG1 was increased, but protein expression of monocyte chemotactic protein-1 and NF-κB was suppressed in the aorta of lentivirus-NFIA-treated apoE −/− mice. A previous study revealed that NFIA can modulate DNA replication and transcription through binding to duplex DNA containing the TTGGC motif or 5′-TTGGCN 5 GCCAA-3′ consensus sequence. 12 Remarkably, little is known about the direct downstream target genes of the nuclear transcription factor NFIA. Thus, whether these genes can be directly regulated by NFIA or whether another mechanism is involved needs to be further explored. Recent observations have found that lncRNA expression could be regulated by transcription factors. For example, lncRNA highly up-regulated in liver cancer expression was found to be regulated by the transcription factor, cAMP-responsive element binding protein, in Hep3B cells. 43 LncRNA antisense noncoding RNA in the INK4 locus (CDKN2B-antisense) is induced by the E2F1 transcription after DNA damage. 44 LncRNA Kcna2 (potassium voltage-gated channel, shaker-related subfamily, member 2) expression is increased in injured dorsal root ganglia through activation of myeloid zinc finger protein 1, a transcription factor that binds to the Kcna2 gene promoter. 45 Here, we showed that lncRNA RP5-833A20.1 expression could be significantly induced by transcription factor NFIA. Taken together, our results indicated that NFIA expression may be self-regulated through the induction of hsa-miR-382-5p expression in a RP5-833A20.1-dependent manner. However, the detailed mechanisms of this process must be further investigated.
RCT is a pathway in which accumulated cholesterol is transported from the vessel wall to the liver for excretion, thereby preventing the development of atherosclerosis. In atherosclerosis, cellular cholesterol accumulates in lipidengorged macrophage-foam cells and drives lipid deposition in atherosclerotic plaques. The control of macrophage cholesterol homeostasis is of critical importance in atherosclerosis pathogenesis, as dysregulation of the balance of cholesterol influx, intracellular transport, and efflux will lead to excessive cholesterol accumulation in macrophages and their transformation into foam cells. 46, 47 We found that NFIA significantly stimulated expression of ABCA1 and ABCG1, which are key genes involved in the mediation of cholesterol transport across cellular membranes, 9,48 thereby greatly inhibiting expression of SRA1 and CD36, which is a crucial protein involved in binding and uptake of Ox-LDL in macrophages, 9, 49 which, in turn, markedly upregulates expression of ABCG5, a crucial protein involved in the prevention of intestinal absorption of excess dietary cholesterol from the gut and enhancement of cholesterol efflux from hepatocytes into bile, 9,50 thereby significantly suppressing NPC1L1 expression, which is responsible for promoting intestinal cholesterol absorption 9, 51 and significantly upregulating expression of apoA1, a crucial protein involved in promoting cellular cholesterol efflux and forming mature HDL-C. 9, 52 Consistent with these observations, enhanced NFIA expression not only increased circulating HDL-C levels and decreased circulating LDL-C and VLDL-C levels but also enhanced the RCT pathway in apoE −/− mice fed a HFD/high-cholesterol diet. These results provide a strong evidence to support the notion that NFIA exerts its antiatherogenic effects by promoting the rate of RCT.
It is known that atherosclerosis is a lipid disorder and a chronic inflammatory disease. Inflammatory processes take part in all stages of the atherosclerotic process, from lesion initiation to plaque rupture. 53, 54 Macrophages, whether engorged with lipids or not, play a key role in inflammation mediation and modulation, and much atherosclerosis research has targeted the role of macrophages in the inflammatory pathways that underlie atherogenesis. 3, [55] [56] [57] In the present study, we showed that NFIA significantly decreased the concentration of CD68 + cells in plaque areas of apoE −/− mice. In addition, we found that NFIA significantly downregulated NF-κB expression in vivo and in vitro. Consistent with these observations, enhancement of NFIA expression not only decreased levels of lipopolysaccharide-stimulated proinflammatory cytokines, including tumor necrosis factor-α, IL-1β, and IL-6, in THP-1 macrophages, but also decreased circulating cytokine levels in apoE −/− mice fed a HFD/high-cholesterol diet. Our results suggested that NFIAinduced suppression of inflammatory cytokine expression levels could block or retard the development of atherosclerotic lesions and thus have a positive influence on disease outcomes.
Atherosclerosis is a multifactorial highly complex disease with numerous pathogeneses that work synergistically to promote lesion development. The mouse is the most useful, economical, and validated model to mimic humans metabolically and pathophysiologically to study atherosclerosis and explore effective therapeutic approaches. 58 ApoE is synthesized by the liver and macrophages and has several important antiatherogenic functions. 59 Lesions of apoE −/− mice resemble their human counterparts and develop over time from initial fatty streaks to complex lesions. 60, 61 In the present study, we found that NFIA overexpression could increase circulation of HDL-C, reduce circulation of LDL-C and VLDL-C, decrease circulation of inflammatory cytokines, enhance RCT, and promote regression of atherosclerosis in apoE −/− mice. These findings indicate that NFIA may be a promising candidate as a therapeutic agent. However, differences in anatomy, lipid metabolism, and gene expression complicate translation of experimental results obtained in mice to humans. 58, 62, 63 For example, differences in the location of atherosclerotic plaques (aorta in mice versus coronary arteries in humans), the course of disease (fulminate in mice versus indolent in humans), and the absence of endstage ischemic lesions, as well as the fact that murine atherosclerosis is not associated with occlusive coronary artery disease, myocardial infarction, cardiac dysfunction, and premature death, which are the hallmarks of human coronary heart disease, might hinder the translation of these findings from mice to humans. 58, 64 In addition, transcription factors that control gene expression in 1 species might not be crucial regulators in another. 64, 65 For example, apoAI and AII are upregulated by peroxisome proliferator-activated receptor-α agonists in humans but downregulated in mice. 65 Therefore, although NFIA should be considered as a potential target to treat atherosclerotic vascular disease, a better understanding of the applicability of laboratory findings to humans and the realization of therapeutic promise require further investigation.
In conclusion, the current study demonstrated that the RP5-833A20.1/hsa-miR-382-5p/NFIA pathway was essential to regulate cholesterol homeostasis, inflammatory responses, and foam cell formation ( Figure V in the online-only Data Supplement). In addition, NFIA overexpression in apoE −/− mice increases circulation of HDL-C, reduces circulation of LDL-C and VLDL-C, decreases circulation inflammatory cytokines, enhances RCT, and promotes the regression of atherosclerosis. Together, these results suggested that NFIA may be a promising target to treat atherosclerotic vascular disease. However, we did not investigate effects of lncRNA RP5-833A20.1 on atherosclerosis progression in vivo because the lncRNA sequence of animals had not been deciphered until now. Moreover, lentivirus was injected via tail vein to overexpress NFIA in vivo study. Thus, the tissue-specific RP5-833A20.1 KO mice and tissue-specific NFIA KO mice should be produced to confirm our results. In addition, although current study demonstrated that the RP5-833A20.1/ hsa-miR-382-5p/NFIA is a key pathway for regulating cholesterol homeostasis, inflammatory responses, and foam cell formation, whether other microRNAs can be regulated by RP5-833A20.1 and whether atherosclerosis can be affected by miR-382-5p through other targets remain unclear and need to be further explored. analysis using a monoclonal antibody specific for CD163.
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Animals and Diets
All investigations conformed to the Guide for the Care and Use of Laboratory Animals published by the US National Institutes of Health (NIH Publication No. 85-23, revised 1996) and were approved by the Animal Experimental Committee of Nanfang Hospital. Male six-week-old C57BL/6 mice and apolipoprotein E (apoE)-/-mice with a C57BL/6 background were purchased from the Laboratory Animal Center of Peking University (Beijing, China). To detect NFIA gene expression levels, C57BL/6 mice were placed on either a chow diet (n=5) or a high-fat diet (HFD, n=5) containing 15% fat and 0.25% cholesterol, equaling 5 mg/kg body weight per day for 3
weeks. To detect NFIA protein expression levels, the male six-week-old apoE-/-mice were randomized into two groups (chow group, n=10; HFD group, n=10) and housed five per cage at 25°C on a 12-h light/dark cycle. In addition, the other apoE-/-mice were randomized into two groups (control group, LV-Mock, n=20; treated group, LV-NFIA, n=20) and housed five per cage at 25°C on a 12-h light/dark cycle and fed a HFD. Mice in the LV-Mock and LV-NIFA groups were injected via the tail vein with control lentivirus (LV-Mock) or lentivirus encoding mouse NFIA (LV-NFIA), respectively. Body weight was monitored at regular intervals. At week 12, mice were anaesthetized and 1 mL of blood was collected by cardiac puncture before the mice were sacrificed by cervical dislocation and tissues were collected for further analysis.
LncRNA Microarray Analysis
Briefly, THP-1 macrophages (three samples) and THP-1 macrophage-derived foam cells (three samples) were used to isolate total RNA. Total RNA from each sample was quantified using the NanoDrop ND-1000 spectrophotometer and RNA integrity was assessed using standard denaturing agarose gel electrophoresis. For microarray analysis, the Agilent Array platform was employed. The sample preparation and microarray hybridization were performed using the manufacturer's standard protocols with minor modifications. Briefly, mRNA was purified from 1 μg of total RNA after removal of rRNA (mRNA-ONLY™ Eukaryotic mRNA Isolation Kit; Epicentre Biotechnologies, Madison, WI, USA). Then, each sample was amplified and transcribed into fluorescent cRNA along the entire length of the transcripts without 3' bias utilizing a random priming method.
The labeled cRNAs were hybridized onto the Human LncRNA Array v2.0 (8 x 60K, Arraystar, Inc., Rockville, MD, USA). After the slides were washed, the arrays were scanned using the Agilent Scanner G2505B. Agilent . Additional network associations were generated using Ingenuity Pathway Analysis (Ingenuity Systems), which links specific genes to a database of gene functions gleaned from the biomedical research literature 3 . More information about the two kinds of softwares can be obtained from www.genego.com and www.ingenuity.com.
RNA Isolation and Real-time Quantitative PCR Analysis (qRT-PCR)
Total RNA from cultured cells or mouse tissues was extracted using TRIzol reagent (Invitrogen, Carlsbad, CA, USA) in accordance with the manufacturer's instructions. The microRNAs (miRNAs) that putatively regulate NFIA were detected using the All-in-One™ miRNA qRT-PCR Kit (GeneCopoeia, Rockville, MD, USA) according to the instruction manual in 20-μL reaction volumes. Real-time PCR was performed on a real-time PCR ABI 7500
Fast system (Applied Biosystems, Foster City, CA, USA). The expression of U6 RNA was used as an endogenous control. The mRNA levels were evaluated by qRT-PCR using an ABI 7500 Fast Real-Time PCR system with SYBR Green detection chemistry (TaKaRa Bio, Inc., Shiga, Japan). Glyceraldehyde 3-phosphate dehydrogenase expression was used as an internal control. Quantitative measurements were determined using the ΔΔCt method.
To detect pri-and pre-miR-382-5p expression, we used a standard RT-PCR procedure with a real-time RT-PCR reagent kit (Bio-Rad Laboratories, Hercules, CA, USA). All samples were measured in triplicate and the mean value was considered for comparative analysis.
Western Blot Analyses
Cells and tissues were harvested and protein extracts prepared according to established methods. Extracts were then separated by 10% sodium dodecyl sulfate polyacrylamide gel electrophoresis and then subjected to western blot analyses using rabbit polyclonal anti-LXRα, -SRA1, -CD36, -SREBP1c, and -SREBP2 antibodies 
Cytokine Assays and Measurement of Serum Biochemical Parameters
The levels of human TNF-α, IL-1β, and IL-6 present in the culture media (R&D Systems, Minneapolis, MN, USA), the serum concentrations of IL-1β, IL-6 and TNF-α (R&D Systems, Minneapolis, MN, USA), the serum CRP amount (Diagnostic System Laboratories, Webster, TX, USA) and the levels of serum apolipoprotein A1 and apolipoprotein B100 (Cusabio Biotech Co., Ltd., Wuhan, China) were measured by ELISA according to the manufacturer's instructions. The ALT, AST, T-Cho, TG, LDL-C, HDL-C, and VLDL-C concentrations were determined enzymatically using an automated analyzer.
Lentivirus (LV) Production and Cells Infection
Human 
HPLC Analysis of Cellular Cholesterol Levels
High performance liquid chromatography (HPLC) analysis was conducted as previously described 5. The sterol analyses were performed using a HPLC system (model 2790, controlled with Empower Pro software; Waters Corp., Milford, MA, USA). Absorbance at 216 nm was monitored. Data were analyzed with TotalChrom software from PerkinElmer (Waltham, MA, USA). cholesterol was then measured by liquid scintillation counting. Percent efflux was calculated using the following equation: [total media counts/(total cellular counts + total media counts)]×100%.
Cellular Cholesterol Efflux Experiments
In Vivo RCT Assay
Bone marrow-derived macrophages were prepared from C57BL/6 mice as previously described 6 . Bone marrow was isolated and cells were plated overnight in DMEM supplemented with 10% FBS and 15% L-929 conditioned media. Non-adherent cells were removed and cultured for an additional 6 days to allow for macrophage differentiation. For the RCT assays, bone marrow-derived macrophages (BMDMs) were washed twice and incubated with 37.5 μg/mL of acetylated LDL (Ac-LDL) and 5 μCi/mL of 3H-cholesterol for 24 h as described previously 7 . Cells were resuspended in ice-cold DMEM and 3×10 6 cells were injected subcutaneously into individually housed apoE-/-mice treated with either LV-Mock or LV-NFIA as described in Materials and
Methods. Prior to injection, an aliquot of cells was counted using liquid scintillation counting to measure baseline radioactivity. Blood was obtained by saphenous vein puncture at 6, 12, and 24 h after BMDM injection and by cardiac puncture after 48 h at sacrifice. An aliquot of plasma was used for liquid scintillation counting immediately at each time point. Total feces collected from 0 to 48 h were vacuum dried and homogenized in 50% NaOH overnight, after which an aliquot was used for liquid scintillation counting. At sacrifice, liver samples were collected and incubated with hexane/isopropanol (3:2) for 48 h and then dried overnight. Lipids were resolubilized in liquid scintillation fluid, and radioactivity was counted. RCT to plasma, liver, and feces was calculated as a percentage of total radioactivity injected at baseline.
En Face Plaque Area
Immediately after the mice were killed, the aortas were excised and fixed in 10% buffered formalin for quantification of the en face plaque areas. Briefly, after the adventitial tissue was carefully removed, the aorta was opened longitudinally, stained with Oil Red O (Sigma), and pinned on a blue wax surface. En face images were obtained by a stereomicroscope (SZX12; Olympus, Tokyo, Japan) equipped with a digital camera (Dxm1200, Nikon, Tokyo, Japan) and analyzed using Adobe Photoshop version 7.0 and Scion Image software. The percentage of the luminal surface area stained by Oil Red O was determined 8 .
Quantification of Atherosclerosis in the Aortic Sinus
The upper portion of the heart and proximal aorta were obtained, embedded in Optimal Cutting Temperature (OCT) compound (Fisher, Tustin, CA), and stored at -70°C. Serial 10-μm thick cryosections of aorta, beginning at the aortic root, were collected for a distance of 400 μm. Sections were stained with Oil Red O. The Oil Red O -positive areas and total lesion area in digitized color images of stained aortic root sections were quantified using Image-Pro Plus image analysis software (Media Cybernetics, Rockville, MD, USA ).
Liver histology and Oil Red O staining
To examine liver morphology, formalin-fixed paraffin embedded sections of liver were stained with hematoxylin and eosin (H&E 
Immunohistochemistry
For this procedure, each frozen liver tissue or aortic root sample was sectioned to 5-μM thicknesses and fixed to microscope slides. Sections of frozen tissue specimens were mounted on polyl-lysine (Sigma)-coated slides, air dried, and fixed with acetone. Immunohistochemical staining was performed for NFIA, CD68, and ABCA1 using rabbit polyclonal antibody to NFIA, CD68, and ABCA1 at a dilution of 1:100 (Abcam, Cambridge, MA, USA).
Images were acquired and quantitated on an Olympus BX50 microscope using Optimis software (Version 6.2) and digitized using a color video camera (three-charge coupled device; JVC, Wayne, NJ, USA). The immunohistochemical evaluation for each protein was performed by a semi-quantitative method as previously described 9, 10 . The ×400 images were acquired and processed in TIFF format by using Image-Pro Plus For double staining, serial sections were double stained using antibodies to CD68 and NFIA. The primary antibodies against CD68 and NFIA were stained sequentially using the DouSP double-stain kit (Maxim-Bio, Fuzhou City, Fujian Province, China) according to the manufacturer's instructions. All sections were observed using an Olympus BX50 microscope. Five representative high-power fields (×400 magnification) for each tissue section were selected for histology evaluation.
Transfection of miRNA mimic
